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The Swissprot/PDB mapping was provided by MSP 



Accession number: PF00627 
UBA/TS-N domain 

This small domain is composed of three alpha helices. This family includes 
the previously defined UBA and TS-N domains. The UBA-domain (ubiquitin 
associated domain) is a novel sequence motif found in several proteins 
having connections to ubiquitin and the ubiquitination pathway. The 
structure of the UBA domain consists of a compact three helix bundle [1]. 
This domain is found at the N terminus of EF-TS hence the name TS-N. 
The structure of EF-TS is known and this domain is implicated in its 
interaction with EF-TU [2]. The domain has been found in non EF-TS 
proteins such as alpha-NAC P7Q670 and MJ0280 Y280 METJA [1]. 

This family forms structural complexes with other Pfam families, to 
view them click here 



INTERPRO description (entry 1PR000449) 

UBA domains are a commonly occurring sequence motif of approximately 
45 amino acid residues that are found in diverse proteins involved in the 
ubiquitin/proteasome pathway, DNA excision-repair, and cell signaling via 
protein kinases [ MEDLINE:97025177 1. The human homologue of yeast 
Rad23A is one example of a nucleotide excision-repair protein that 
contains both an internal and a C-terminal UBA domain. 

The solution structure of human Rad23A UBA(2) showed that the domain 
forms a compact three-helix bundle [ MEDLINE:99061330 1. Comparison of 
the structures of U8A(1) and UBA(2) reveals that both form very similar 
folds and have a conserved large hydrophobic surface patch which may be 
a common protein-interacting surface present in diverse UBA domains. 
Evidence that ubiquitin binds to UBA domains leads to the prediction that 
the hydrophobic surface patch of UBA domains interacts with the 
hydrophobic surface on the five-stranded P -sheet of ubiquitin 
r MEDLINE:2207534n . 
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For additional annotation, see the PROSITE document pdoc50015 [Expasy l SRS-UKI SRS-USA] 
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Species Distribution 
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The trees were generated usina Quicktree 
To find out more about ATV phyiogenetic tree-viewer click here 
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3. Alignment of TS-N domain is in 
figure 7c. 
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